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1 CGG ACTTT ACCCC AGCTC C ACTGGAGGAC ACCTCCTC ACGCCCC C AATTCTGC AAGTGGC 
1 DFTPAPLEDTS SRPQFCKWP 
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CD-I . . CD-II 

CATGTGAGTGCCCGCCATCCCCACCCCGCTGCCCGCTGGGGGTCAGCCTCATCACAGATG 



. CD-II . . # . . 

GCTGTG AGTGC TGT AAG ATGTGCGC TC AGC AGC TTGGGG AC AACTGC AC GG AGG C TGC C A 
CECCKMCAQQLGD NCTEAAI 

CD-III. .... 
TCTGTGACCCCCACCGGGGCCTCTACTGTGACTACAGCGGGGACCGCCCGAGGTACGCAA 
CDPHRGLYCDY SGDRPRYAI 




TAGGAGTGTGTGCAPAGGTGGTCGG'I GTGGGCTGCGTCCTGGATGGGGTGCGCTACAACA 

VGCVLDGVRYNN 

CD-IV # 

ACGGCCAGTCCTTCCAGCCTAACTGCAAGTACAACTGCACGTGCATCGACGGCGCGGTGG 
GQSFQPNCKY NCTC IDGAVG 

CD-IV ...... 

GCTGCACACCACTGTGCCTCCGAGTGCGCCCCCCGCGTCTCTGGTGCCCCCACCCGCGGC 
CTPLCLRVRPPRLW CPHPRR 



CD-V . 

GCGTGAGCATACCTGGCC ACTGCTGTGAGCAGTGGGTATGTGAGjGACGACGCCAAGAGGC 480 
VSIPGHCCEQWVCE 
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IGF-Binding 
Domain 
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Factor Type C 
Repeat 



D D A K R P 160 



« 481 
^ 161 



; 541 

:i 181 



C ACGC AAGACCGCACCCCGTGAC AC AGGAGCCTTCGATGCTGTGGGTGAGGTGGAGGCAT 540 
RKTAPRDTGAF DAVGEVEAW 180 
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201 
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221 
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281 
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301 



CD-VI 

GGCACAGGAACtTGCATAGCCTACACAAGCCCCTGGAGCCCTTGCTCCACCAGCTGCGGCC 
HRNCIAYTSPWSPCSTSCGL 



CD-VI . . . CD-VII 

TGGGGGTCTCCACTCGGATCTCCAATGTTAACGCCCAGTGCTGGCCTGAGCAAGAGAGCC 
GVSTRI SNVNAQCWPEQESR 



CD-VII 



LCNLRPCD 



600 
200 



660 
220 



. CD-VI I I 



GCCTCTGCAACTTGCGGCCATGCGAl GTGGACATCCATACACTC ATTAAGGCAGGGAAGA 720 



VDIHTLIKAGKK 240 



CD-VI I I . . # CD- IX 

AGTGTCTGGCTGTGTACCAGCCAGAGGCATCCATGAACTTCACACTTGCGGGCTGCATCA 
CLAVYQPEASM NFTLAGCIS 



CD-X . 

GCACACGCTCCTATCAACCCAAGTACTGTGGAGTTTGCATGGACAATAGGTGCTGCATCC 
TRSYQPKYCGVCMDNRCCIP 

CD-XI. 

C C T AC AAGTC T AAG AC T ATC G AC GTGTC C TTC C AGTGTC C TG ATGGG C TTGGC TTC TC C C 
YKSKTIDVSFQCPDGLGFSR 



# 

GCCAGGTCCTATGGATTAATGCCTGCTTCTGTAACCTGAGCTGTAGGAAlfcCC AATGACA 960 



QVLWINACFC NLSCRN 



780 
260 



840 
280 



900 
300 



P N D I 320 



Sulfated 
Glycbconjugate 
Binding Motif 



C-Terminal 
Dimerization & 
Receptor-Binding 
Domain 



961 TCTTTGCTGACTTGGAATCCTACCCTGACTTCTC AG AAATTGCC AACT AGGC AGGC AC AA 1020 
321 FADLESYPDFSEIAN* 335 



1021 ATCTTGGGTCTTGGGGACTAACCCAATGCCTGTGAAGC AGTC AGCCCTTATGGCC AATAA 1080 



1081 CTTTTCACCAATGAGCCTTAGTTACCCTGATCTGGACCCTTGGCCTCCATTTCTGTCTCT 1140 



Figure IB 
CTGF-4 



1141 AACC ATTCAAATG ACGCCTGATGGTGCTGCTCAGGCCC ATGCTATGAGTTTTCTCCTTGA 1200 

1201 TATCATTCAGC ATCTACTCTAAAGAAAAATGCCTGTCTCTAGCTGTTCTGGACTACACCC 12 60 

1261 AAGCCTGATCC AGCCTTTCCAAGTC ACT AG AAGTCCTGCTGGATCTTGCCTAAATCCCAA 132 0 

1321 GAAATGGAATC AGGTAGACTTTTAATATCACTAATTTCTTCTTTAGATGCCAAACCACAA 13 80 

13 81 G AC T C T T TGGG TC CAT T C AG ATG AAT AG ATGG AAT TT GG AAC AAT AG AAT AATC TAT TAT 1440 

1441 TTGGAGCCTGCCAAGAGGTACTGTAATGGGTAATTCTGACGTCAGCGCACCAAAACTATC 1500 

1501 CTGATTCCAAATATGTATGCACCTCAAGGTCATCAAACATTTGCCAAGTGAGTTGAATAG 1560 

1561 TTGCTTAATTTTGATTTTTAATGGAAAGTTGTATCCATTAACCTGGGCATTGTTGAGGTT 162 0 

1621 AAGTTTCTCTTCACCCCTACACTGTGAAGGGTACAGATTAGGTTTGTCCCAGTCAGAAAT 1680 

1681 AAAATTTGATAAACATTCCTGTTGATGGGAAAAGCCCCCAGTTAATACTCCAGAGAC AGG 1740 

1741 GAAAGGTCAGCCC ATTTCAGAAGGACCAATTGACTCTCACACTGAATCAGCTGCTGACTG 1800 

1801 GCAGGGCTTTGGGCAGTTGGCCAGGCTCTTCCTTGAATCTTCTCCCTTGTCCTGCTTGGG 1860 

1861 GTTCATAGGAATTGGTAAGGCCTCTGGACTGGCCTGTCTGGCCCCTGAGAGTGGTGCCCT 192 0 

1921 GGAAC ACTCCTCTACTCTTAC AGAGCCTTGAGAGACCCAGCTGCAGACC ATGCCAGACCC 1980 

1981 ACTGAAATGACCAAGAC AGGTTC AGGT AGGGGTGTGGGTC AAACC AAGAAGTGGGTGCCC 2 040 

2041 TTGGTAGC AGCCTGGGGTGACCTCTAGAGCTGGAGGCTGTGGGACTCCAGGGGCCCCCGT 2100 

2101 GTTCAGGACAC ATCTATTGCAGAGACTC ATTTC AC AGCCTTTCGTTCTGCTGACCAAATG 2160 

2161 GCCAGTTTTCTGGTAGGAAGATGGAGGTTTACC AGTTGTTTAGAAAC AGAAATAGACTTA 222 0 

2221 ATAAAGGTTTAAAGCTGAAGAGGTTGAAGCTAAAAGG AAAAGGTTGTTGTTAATGAATAT 22 80 

2281 CAGGCTATTATTTATTGT ATTAGGAAAATATAATATTTACTGTTAGAATTCTTTTATTTA 234 0 

2341 GGGCCTTTTCTGTGCC AG ACATTGCTCTCAGTGCTTTGCATGTATTAGCTCACTGAATCT 2400 

2401 TC ACGACAATGTTGAGAAGTTCCC ATT ATT ATTTCTGTTCTT ACAAATGTGAAACGGAAG 2460 

2461 CTCATAGAGGTGAGAAAACTC AACC AGAGTC ACCC AGTTGGTGACTGGGAAAGTTAGGAT 252 0 

2521 TC AG ATCG AAATTGG ACTGTCTTTAT AACCC AT ATTTTCCCCCTGTTTTTAG AGCTTCC A 2 580 

2581 AATGTGTC AGAATAGGAAAACATTGCAATAAATGGCTTGATTTTTTAATGTC ATTTTTCC 2 64 0 



m 

^gure 1C 
CTGF-4 

2 641 CTCTTATAGTCTTTCTAGCTCCTTTTC AAAAGACGAGAATATCTGATTTTCTGATAATTT 2700 

2701 AGGTGCTTAAGCATCC AAAAT AC ATGGGAC ACACAAAAATCC AGGAATCCCCTGTAGCTT 27 60 

2761 ATTCCCTCTTTCCCATCGGAACCAGCTCTCATCACACATTTAAAAGATGATTCTGTTTAC 2 82 0 

2 821 CCAATGCTGCATATTGAATGTTGTGTAGTTATTCACAGGGAATTCTGTGCAGTGTGCAGA 2 880 

2 881 GAGATTCCTAAACGGGAAAAGGACTGGGAATACATCCTCCTTACTGTGACCTCCCCAAAA 2940 

2 941 CCTAGTCCAGTGCAAGGTATACAGTGGTGCTCATTAAATACTTGATGAATACAGGAAGCT 3 000 

3 001 GTGC ATGTGTTCCTACTTTTATTCGAAGCTCTCTTCTTCC AAAGCTACATGAAAATAGAA 3 060 
3 061 TTTTAAC AGTC AAAATTTTAT ATT AAGTGTCTTAGC AAAAGAGAC ATTTAAT ATTTC AAA 312 0 
3121 G AAATGCAT ATGT ATGTATAC AT AT ATTTGTGTATGCGTATGC AAGAATTCTTGTAT AAA 3180 
3181 G AG AATTC ACTCC ATG AATGATC TC TTC TGT AAGTC AGTG TG AAT C ATGTT AG ATTT TC T 324 0 
3241 GAGAGTGAAAACACCTGCCATCTAC AAATTACAAGGCTGGATAACAGCTCACTCCATTTG 3300 
33 01 AAATTCAGTGGAAACCCAAGAGCTAGGTTCTTACTGAATTTGC ATCTCAATTTGGGAAAC 33 60 
3361 TG AAC TT AGC T TT C AAAG ATC AT AGG AAGT C TGGT TGG AG AAAC T AGGG ATT AT TC TGGC 3420 
3421 AATGGGTGGAGGAAGGTGGTCAGAATAACCCAGTCGCCATTGGTTTTGAGAAACGGAACT 3480 
3481 ATCTTATGCAGAGCCCGGAGGGCAAGTCTCAAACCCATGGGTTGAAGCCATGGAGAAGGA 3 54 0 
3541 AATTTGGATCCAATGTAATGAAGCTCTTTCT AAGTC AG AATTTCCCTGCAATGGTGTGGC 3600 
3601 CTGATTC AAT AAAAATTAAGAAT AATAAATATAATGGAAAAAAAAAAAAAAAAAAAAA 3 658 
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Figure 2B 
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Figure 2C 
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Figure 3 
CT6F-4 Protein Analysis 
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I Alpha, Amphipathic Regions - Eisenberg 
I Beta, Amphipathic Regions - Eisenberg 



F 

3.4" 



413-0 11-14] — Ul II R D-l— □— D — B-HH 0-0- □ Flexible Regions - Karplus-Schuiz 



I Antigenic Index - Jameson-Wolf 




□ Surface Probability Plot - Emini 
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